genes (black) from various cell cycle stages using a cell-cycle synchronized HeLa cell mRNA microarray dataset (GSE26922). High SUMO-1-labeled genes are defined as those genes for which the SUMO-1 average tag density at the promoter was the 10% highest, and low SUMO-1 labeled genes are defined as those upstream of genes for which the SUMO-1 average tag density were the 10% least abundant in ChAP-seq datasets. (*, the data of S12 from GSE26922 was used for G1; **, S4 from GSE26922 was used for S3 in this study. shown. The histogram shows the down regulated (blue) and up regulated genes (red) secondary to SUMO-1 depletion have statistically significant enrichment for the indicated functions. The x-axis is the -log(p-value). B. Heat map of those genes that significantly changed expression following depletion of SUMO-1 and which are classified as encoding protein translation factors. The expression intensities were row-wise scaled for the specified genes determined to be significantly changed (adj. p-value <0.05). Green color indicates lower relative expression and red indicates higher relative expression. C. A second siRNA specific for SUMO-1 was used for validation of RNA-seq data shown in Figure 6C .
Supplementary
Fold change relative to the control siRNA is represented in log 2 scale for SUMO-1 depletion. The mRNA expression level for each experiment was normalized to Polr2a (a non-SUMO-1-labeled gene) and to the result with the control siRNA.
Four biological replicates were done and error bars reflect the SEM. A western blot is shown to evaluate SUMO-1 protein depletion by the indicated siRNA transfection. Figure S7 : SUMO-1 marks on promoter of ribosomal protein genes. Examples of SUMO-1 tracing on specific promoters in G1 phase, mitosis from ChAP-seq data, and S0 phase from ChIP-seq data, are shown above the gene map drawn from the IGV genome browser. Genes shown are RPL5, RPL7A, RPL10A, RPL26, SLC1A3, and PKM2. 

